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RESULT 3 

Y13221 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



BCT 28-AUG-199 7 



fl3221 
fl3221 . 1 
jlnA gene 



REFERENCE 1 

AUTHORS Jakoby,M., Tesch,M., Sahm,H., 
TITLE Isolation of the Corynebactei 

glutamine synthetase I 
JOURNAL FEMS Microbiol. Lett. 154 (1), 81-88 ( 
PUBMED 9297824 
REFERENCE 2 (bases 1 to 3686) 
AUTHORS Jakoby,M.J. 
TITLE Direct Submission 

JOURNAL Submitted { 16-MAY-199 7 ) M.J. Jakoby, I 
I, Postfach 1913, 52428 Juelich, FRG 
FEATURES Location/Qualifiers 



Juelich, IBT 



.368( 



/orgar 



ism="Corynebacteri 
ype="genomic DNA" 
n="ATCC 13032" 



.2707 



ORIGIN 



;664.1" 
/JL_xi L z iz562" 

/db_xref="GOA:Q79VE3" 
/db_xref="HSSP:P0A590" 
/db_xref="InterPro: IPR004809" 
/db_xref="InterPro: IPR008146" 
/db_xref="InterPro: IPR008147" 
/db_xref="UniProtKB/TrEMBL:Q79VE3" 

/translation="MAFETPEEIVKFIKDENVEFVDVRFTDLPGTEQHFSIPAASFDA 

DTIEEGLAFDGSSIRGFTTIDESDMNLLPDLGTATLDPFRKAKTLNVKFFVHDPFTRE 

AFSRDPRNVARKAEQYLASTGIADTCNFGAEAEFYLFDSVRYSTEMNSGFYEVDTEEG 

WWNRGKETNLDGTPNLGAKNRVKGGYFPVAPYDQTVDVRDDMVRNLAASGFALERFHH 

EVGGGQQEINYRFNTMLHAADDIQTFKYIIKNTARIHGKAAIFMPKPIAGDNGSGMHA 

HQSLWKDGKPLFHDESGYAGLSDIARYYIGGIIHHAGAVIAFINAIINSYHRLVPGFE 

APINLVYSQRNRSAAVRIPITGSNPKAKRIEFRAPDPSGNPYIGFAAMMMAGLDGIKN 

RIEPHAPVDKDLYELPPEEAASIPQAPTSLEASLKALQEDTDFLTESDVFTEDLIEAY 

IQYKYDNE I SPVRLRPTPQEFELYFDC " 

2730. .2769 

/note="terminator of glnA" 



DO 14; 



Length ; 



Query Match 98.7%; Score : 

Best Local Similarity 99.2%; Pred . No. 0; 
Matches 2479; Conservative 0; Mismatches 21; Indels 0; Gaps 0; 

}y 1 CTCTGTGCGGGGACGAAAATTTGCAACTCTCGCTTTGTCTAGCTAGATCAACCCCAACCA 60 

Db 401 CTCTGTGCGGGGACGAAAATTTGCAACTCTCGCTTTGGCTAGCTAGATCAACCCCAACCA 460 

iy 61 AGCACGAAGGGCGTCGATCCCCGCAAAGATCGGCGCCCATAAATTTCACTCAAGACAAAT 120 

Db 461 AGCACGAAGGGCGTCGATCCCCGCAAAGATCGGCGCCCATAAATTTCACTCAAGACAAAT 520 

}y 121 TACCCGCGGATAACTGCAGTTCCCGTTGCCTTGTCGTGGAGCCCACGGCCGTCAGCATCC 180 

Db 521 TACCCGCGGATAACTGCAGTTCCCGTTGCCTTGTCGTGGAGCCCACGGCCGTCAGCATCC 580 



ACCATCACGGCAGGCAGAATCAAAATGGTCAGCAGTGGACGAACCAGCGCACGCCACCAA 2 
ACCATCACGGCAGGCAGAATCAAGATCGTCAGCAGTGGGCGAACCAGCGCACGCCACCAG 6 
CCCACACGCTCCTCTGCATCCACACGCGCAAGGCCCATGCCAAACACGGCATGACCTGGG 3 
CCCACACGTTCCTCTGCATCCACACGCGCAAGGCCCATGCCAAACACGGCATGACCTGGG 1 
GTGCGAGCAAAGATCCATCCCGTTAGCCAACCCAGGATCACGAAAATAATGAGCGTGGAT 3 
GTGCGAGCAAAGATCCAACCGGTAAGCCAACCCAGGATCACGAAAATAATGAGCGTGGAT 1 
GTCGCTACATCGCCCAGCACATCCGTGAAATTGGACAGCACAATAGCAATAACCCAGGAA 4 
GTCGCTACATCGCCCAGCACATCCGTGAAATTGGACAGCACAATAGCAATAACCCAGGAA 6 
ACACCCCAGTCCACGCAGACCCCGCCGATACGACGAGCCACTGAGGACAGAGAGCCGGCC 4 
ACACCCCAGTCCACGCAGACCCCGCCGATACGACGAGCCACTGAGGACAGAGAGCCGGCC 6 
CCTTCTTGAGGAAGCCCCAACTTTTCGCCAGGCCACCTGCCGGGCGCATCAGGATCGTCA S 
CCTTCTTGAGGAAGCCCCAACTTTTCGCCAGGCCACCTGCCGGGTGCATCAGGATCGTCA 9 
AAATCAGCTGGAATTTCGGGTCCGTCAAGCCAACTTCTCTTCC 
AAATCAGCTGGAATTTCGGGTCCGTCAAGCCAAC i ' < 

ATCAAATCCAAACATGTAGAGGGCGGATACTGCAGTCAAAAGGCGTTC 
ATCAAATCCAAACATGTAGAGGGCGGATACTGCAGTCAAAAGGCGTTC 



GAAAAGTTTTGATAGATCGACAGGTAATGCATTATACTGACAACGTCGCAAGGACTACAT 
GAAAAGTTTTGATAGATCGACAGGTAATGCATTATACTGACAACGTCGCAAGGACTACAT 
T T GCAGCCAAGT C T AC T AC T T GAT C T T CAAAGGT CAGCAAT T GT GAACAAAGC TACAAAT 
TTGCAGCCAAGTCTACTACTTGATCTTCAAAGGTCAGCAATTGTGAACAAAGCTACAAAT 
AAACCGTTCCACCCATGTCAATGAGGAGTCACCGTGGCGTTTGAAACCCCGGAAGAAATT 
AAACCGTTCCGCCCATGTCAATGAGGAGTCACCGTGGCGTTTGAAACCCCGGAAGAAATT 
GTCAAGTTCATCAAGGATGAAAACGTCGAGTTCGTTGACGTTCGATTCACCGACCTTCCC 
GTCAAGTTCATCAAGGATGAAAACGTCGAGTTCGTTGACGTTCGATTCACCGACCTTCCC 
GGCACCGAGCAGCACTTCAGCATCCCAGCTGCCAGCTTCGATGCAGATACAGTCGAAGAA 
GGCACCGAGCAGCACTTCAGCATCCCAGCTGCCAGCTTCGATGCAGATACAATCGAAGAA 



1021 GGTCTCGCATTCGACGGATCCTCGATCCGTGGCTTCACCACGATCGACGAATCTGACATG 1080 

1421 GGTCTCGCATTCGACGGATCCTCGATCCGTGGCTTCACCACGATCGACGAATCTGACATG 1480 

1081 AATCTCCTGCCAGACCTCGGAACGGCCACCCTTGATCCATTCCGCAAGGCAAAGACCCTG 1140 

1481 AATCTCCTGCCAGACCTCGGAACGGCCACCCTTGATCCATTCCGCAAGGCAAAGACCCTG 1540 

1141 AACGTTAAGTTCTTCGTTCACGATCCTTTCACCCGCGAGGCATTCTCCCGCGACCCACGC 1200 

1541 AACGTTAAGTTCTTCGTTCACGATCCTTTCACCCGCGAGGCATTCTCCCGCGACCCACGC 1600 

1201 AACGTAGCACGCAAGGCAGAGCAGTACCTGGCATCCACCGGCATTGCAGACACCTGCAAC 1260 



:attgttaca 60C 



VGACGTC c 

;CTTTTCGACGTC : 



1360 
1020 



Db 1601 AACGTGGCACGCAAGGCAGAGCAGTACCTGGCATCCACCGGCATTGCAGACACCTGCAAC 1660 

Qy 1261 TTCGGCGCCGAGGCTGAGTTCTACCTCTTCGACTCCGTTCGCTACTCCACCGAGATGAAC 1320 

Db 1661 TTCGGCGCCGAGGCTGAGTTCTACCTCTTCGACTCCGTTCGCTACTCCACCGAGATGAAC 1720 

Qy 1321 TCCGGCTTCTACGAAGTAGATACCGAAGAAGGCTGGTGGAACCGTGGCAAGGAAACCAAC 13 8 0 

Db 1721 TCCGGCTTCTACGAAGTAGATACCGAAGAAGGCTGGTGGAACCGTGGCAAGGAAACCAAC 1780 

Qy 1381 CTCGACGGAACCCCAAACCTGGGCGCAAAGAACCGCGTCAAGGGTGGCTACTTCCCAGTA 1440 

Db 1781 CTCGACGGCACCCCAAACCTGGGCGCAAAGAACCGCGTCAAGGGTGGCTACTTCCCAGTA 1840 

Qy 1441 GCACCATACGACCAAACCGTTGACGTGCGCGATGACATGGTTCGCAACCTCGCAGCTTCC 1500 

Db 1841 GCACCATACGACCAAACCGTTGACGTGCGCGATGACATGGTTCGCAACCTCGCAGCTTCC 1900 

Qy 1501 GGCTTCGCTCTTGAGCGTTTCCACCACGAAGTCGGTGGCGGACAGCAGGAAATCAACTAC 1560 

Db 1901 GGCTTCGCTCTTGAGCGTTTCCACCACGAAGTCGGTGGCGGACAGCAGGAAATCAACTAC 1960 

Qy 1561 CGCTTCAACACCATGCTCCACGCGGCAGATGATATCCAGACCTTCAAGTACATCATCAAG 1620 

Db 1961 CGCTTCAACACCATGCTCCACGCGGCAGATGATATCCAGACCTTCAAGTACATCATCAAG 2020 

Qy 1621 AACACCGCTCGCCTCCACGGCAAGGCTGCAACCTTCATGCCTAAGCCACTGGCTGGCGAC 1680 

Db 2021 AACACCGCTCGCCTCCACGGCAAGGCTGCAACCTTCATGCCTAAGCCACTGGCTGGCGAC 2080 

Qy 1681 AACGGTTCCGGCATGCACGCTCACCAGTCCCTCTGGAAGGACGGCAAGCCACTCTTCCAC 1740 

Db 2081 AACGGTTCCGGCATGCACGCTCACCAGTCCCTCTGGAAGGACGGCAAGCCACTCTTCCAC 2140 

Qy 1741 GATGAGTCCGGCTACGCAGGCCTGTCCGACATCGCCCGCTACTACATCGGCGGCATCCTG 1800 

Db 2141 GATGAGTCCGGCTACGCAGGCCTGTCCGACATCGCCCGCTACTACATCGGCGGCATCCTG 2200 

Qy 1801 CACCACGCAGGCGCTGTTCTGGCGTTCACCAACGCAACCCTGAACTCCTACCACCGTCTG 1860 

Db 2201 CACCACGCAGGCGCTGTTCTGGCGTTCACCAACGCAACCCTGAACTCCTACCACCGTCTG 2260 

Qy 1861 GTTCCAGGCTTCGAGGCTCCAATCAACCTGGTGTACTCACAGCGCAACCGTTCCGCTGCT 1920 

Db 2261 GTTCCAGGCTTCGAGGCTCCAATCAACCTGGTGTACTCACAGCGCAACCGTTCCGCTGCT 2320 

Qy 1921 GTCCGTATCCCAATCACCGGATCCAACCCAAAGGCAAAGCGCATCGAATTCCGCGCTCCA 1980 

Db 2321 GTCCGTATCCCAATCACCGGATCCAACCCGAAGGCAAAGCGCATCGAATTCCGCGCTCCA 2380 

Qy 1981 GACCCATCAGGCAACCCATACCTGGGCTTCGCAGCGATGATGATGGCCGGCCTCGACGGC 20 40 

Db 23 81 GACCCATCAGGCAACCCATACCTGGGCTTTGCAGCGATGATGATGGCCGGCCTCGACGGC 2 440 

Qy 2041 ATCAAGAACCGCATCGAGCCACACGCTCCAGTGGACAAGGACCTCTACGAACTGCCACCA 2100 

Db 2441 ATCAAGAACCGCATCGAGCCACACGCTCCAGTGGA"AAGGACCTCTACGAACTACCACCA 2500 

Qy 2101 GAGGAAGCTGCATCCATTCCACAGGCACCAACCTCCCTGGAAGCATCCCTGAAGGCACTG 216 0 

Db 2501 GAGGAAGCTGCATCCATTCCACAGGCACCAACCTCCCTGGAAGCATCCCTGAAGGCACTG 2560 

Qy 2161 CAGGAAGACACCGACTTCCTCACCGAGTCTGACGTCTTCACCGAGGATCTCATCGAGGCG 2220 

Db 2561 CAGGAAGACACCGACTTCCTCACCGAGTCTGACGTCTTCACCGAGGATCTCATCGAGGCG 2620 

Qy 2221 TACATCCAGTACAAGTACGACAACGAGATCTCCCCAGTTCGCCTGCGCCCAACCCCGCAG 2280 

Db 2621 TACATCCAGTACAAGTACGACAACGAGATCTCCCCAGTTCGCCTGCGCCCAACCCCGCAG 2680 

Qy 2281 GAATTCGAATTGTACTTCGACTGCTAATTCACTTAGCTAGCCGATAGCGGAAACCCCCTG 2340 



Db 2681 GAATTCGAATTGTACTTCGACTGCTAATTCACTTAGCTAGCCGATAGCGGAAACCCCCTG 2740 

Qy 2341 AAATTCTTCATTGAATTTCAGGGGGTTTCTTTTTTACATTCCACCTAAAAGGAAAGCGCC 2400 

Db 2741 AAATTCTTCATTGAATTTCAGGGGGTTTCTTTTTTACATTCCACCTAAAAGGAAAGCGCC 2800 

Qy 2 401 GGATCCTCCATCATGGTGGATCCGGCGCTTTTATCTATTTGTTTTTGGGCTAGATGCCGA 2460 

Db 2801 GGATCCTCCATCATGGTGGATCCGGCGCTTTTATTTATTAGTTTTTGGGCTAGATGCCGA 2860 

Qy 2461 TCAGTTCAGATGCAACTACATCGGACAGTGAGACGGTTCC 2500 

Db 2861 TCAGTTCAGATGCAACTACATCGGACAGTGAGACGGTTCC 2900 



